restriction fragment length polymorphism (RFLP) analysis and direct sequencing of a portion of the NADH dehydrogenase subunit I (ND1) gene of the mtDNA. A total of 6 specimens of E. multilocularis were used for genetic analysis. Total genomic DNA was extracted with the High Pure PCR Template Preparation Kit (Roche Molecular Biochemicals, Mannheim, Germany) according to manufacturer's instructions. PCR-RFLP was performed as described by Gonzalez et al. (6) . The (8) was used for the Bayesian estimation of phylogeny, applying the GTR+I+G substitution model that best fitted the data (determined with Modeltest 3.06) (9) . Searches were conducted with Figure. Diagnostic polymerase chain reaction (PCR) restriction fragment length polymorphism analysis for Echinococcus multilocularis (lanes 1-8, 2 specimens in parallel) and E. granulosus (lanes 9-12, 1 specimen). Lane M: Gene Ruler 100-bp DNA ladder; lane C: negative control without DNA; lanes 1 and 2: amplification of E. multilocularis DNA with Eg9 PCR; lanes 3 and 4: amplification of E. multilocularis DNA with Eg9 PCR, followed by cleavage with enzyme CfoI; lanes 5 and 6: amplification of E. multilocularis DNA with Eg9 PCR, followed by cleavage with enzyme RsaI; lanes 7 and 8: amplification of E. multilocularis DNA with Eg16 PCR; lane 9: amplification of E. granulosus DNA with Eg9 PCR; lane 10: amplification of E. granulosus DNA with Eg9 PCR, followed by cleavage with enzyme CfoI; lane 11: amplification of E. granulosus DNA with Eg9 PCR, followed by cleavage with enzyme RsaI; lane 12: amplification of E. granulosus DNA with Eg16 PCR. 4 simultaneous Markov chains over 2 million generations, sampled every 100 generations, and ended with a calculation of a 50% majority rule consensus tree. On the phylogenetic tree, sequences of Estonian isolate group together with those of other E. multilocularis isolates from different countries and were clearly separated from those of all other species (data not shown). The results of genetic analysis confirmed morphologic identification of E. multilocularis.
This study reports a new location of E. multilocularis in Europe. Estonia is the northernmost country on the mainland of the continent where E. multilocularis has been described. Because no studies have been published on the occurrence of E. multilocularis in Estonia in either foxes or rodents, whether this report identifies a stable endemic area or whether the parasite has expanded its range recently cannot be determined. Although a limited number of foxes were examined, the occurrence of E. multilocularis appears to be frequent and widespread in Estonia, which poses a risk for putatively parasitefree adjacent countries in Fennoscandia.
Influenza Virus Infection in Racing Greyhounds
To the Editor: Influenza is globally the most economically important respiratory disease in humans, pigs, horses, and fowl (1). Influenza virus is known for its continuous genetic and antigenic changes, which impeded effective influenza control (1,2). More importantly, emergence of a new subtype by genetic reassortment or interspecies transmission is of great concern for preventing influenza epidemics and pandemics (1) . Recently, influenza outbreaks have occurred in species (feline and canine) that historically do not carry influenza virus (3, 4) , which alerted both regulatory and scientific communities to expansion of the host range of influenza virus. We report an outbreak of respiratory disease by influenza virus infection in Iowa racing greyhounds after influenza outbreaks in Florida in 2004.
In mid-April, an influx of racing greyhounds into Iowa greyhound tracks resulted in outbreaks of respiratory disease within the track compounds. The disease was characterized by rapid onset of fever and cough, rapid respiration, and hemorrhagic nasal discharge. The illness rate was almost 100% in both racetrack compounds, although the death rate was <5%. Most affected dogs recovered, yet many died of hemorrhagic pneumonia. Therapeutic administration of broad-spectrum antimicrobial drugs reduced the severity of the disease but could not control it.
Tissue samples from 4 animals that died of severe pneumonia were submitted to the Iowa State University Veterinary Diagnostic Laboratory. The animals represented 2 different racing tracks located in eastern and western Iowa. On gross examination, lungs exhibited extensive red to red- Letters. Letters commenting on recent articles as well as letters reporting cases, outbreaks, or original research are welcome. Letters commenting on articles should contain no more than 300 words and 5 references; they are more likely to be published if submitted within 4 weeks of the original article's publication. Letters reporting cases, outbreaks, or original research should contain no more than 800 words and 10 references. They may have 1 figure or table and should not be divided into sections. All letters should contain material not previously published and include a word count.
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